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a3 40 255 255

Jan-20 210

Feb-20 233 10 43 266 341
Mar-20 247 24 65 336 LiTEd
Apr-20 181 14 a7 1 253 1130
May-20 258 3 30 2 283 1423
Jun-20 227 4 45 276 1699

Jul-20 205 i 48 261 1960
Aug-20 267 10 a7 334 2294
Sep-20 242 14 52 1 349 2643
Oct-20 207 4 35 1 267 2810
MNowv-20 23 i 45 1 285 3185
Dec-20 182 5 i) 243 3438

Total 2590 109 633 L 3433

*1) excluding map only entries
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Chins 1780

Jamn a0

Korea 312 Taiwan
India 257 —4% _
Taiwan 151 - Smg:ipﬂre
Singapare 73 _,401;}131‘5 2%
T hailand 4 2%

Hong kong a4

Malaysia &

saudi Arabia 3

T urkey 2

Macao 1

*2) Country/Region a depositor selected on creating a session

s

KIRAF

OSAKA UNIVERSITY



$ oAy

& o
s %
g g
[]

%, $

1 e

'@ | wwPDBMD A IN—M3 DD T —HAR—
W 2ERECEEER

- PDB
> XYZDRYa FEAZ
> X &R DB s A+

CORE CORE

ARCHIVES  MEMBERS

* BMRB PDB RCSB PDB
> B> 7 b BMRB PDBe, PDB;,
> PBER/ A PRIEER EMDB BMRB, EMDB
> DAt

« EMDB

> <Y S
4 &

SSSSSSSSSSSSSSS



[A
GOM B«‘!:p%
& %
& kA
-
™
%

%

I ae

4y UNWVS'

1511

1512

%113

® PDBANDEFREHRIXFITIHESNDIKR

1 ) BEE

PDBIRJ—I(ZL, wwPDBD AV N—HEE D ETUIEBLET, Z53IC
DWTHRXPIZEEH INDAEEE, LTOHDEIIZHEEELLET,

“The coordinates and structure factors for the structures reported here are
deposited to the worldwide Protein Data Bank and available from the Protein
Data Bank Japan with accession codes of ####.”

“The cryo-EM density map is deposited in the Electron Microscopy Data Bank
under accession number EMD-####. The atomic models of the cryo-EM structures
are deposited in the worldwide Protein Data Bank (wwPDB) under accession
numbers #### and ####, respectively ”

“The coordinates for YOUR PROTEIN1 and YOUR PROTEIN2 are available-as PDB
entries #### and ####, respectively. The resonance assignment for YOUR PROTEIN
1 has been deposited in the Biological Magnetic Resonance Bank as accession

number #i##t. ” ?

KIRAF

OSAKA UNIVERSITY



op,'lA%

PROQ‘

q
% Umvﬁg'

(‘?‘P vidg

2 FHLULEMIREEL R —

20211 B 12B A BEMEEE LEMTY T DIREEL 7R
—rDFLLGEYELT !

EHIILLTOOITEZELES0

wwwpdb.org/validation/2017/EMValidationReportHelp

KIRAF

OSAKA UNIVERSITY



rem ! g LNEMBREEL R—F

e Molecule 1: Tail tube protein Rec01691

Chain B: ™ 74%

- Map + model quality
- Map—model fit :

= Per-residue quality plots

= Image of map + model overlayed

- Improvements to Fourier—Shell *
Correlation (FSC) plot: "

FSC
» Limited cut—offs to '0.143’, '0.5" and ’'halfbit’ Lo
unless another criteria used
=  FSC curves provided by the authors and *°
recalculated from the deposited half-maps £ 061
shown in one plot § e e S
0.0 T T l‘ — Q.

Spatial frequency (A1)

—— Calculated FSC
—— Author-provided FSC
== 0143
-=- 05
== Half-bit
Reported resolution
3304

— corresponding to
spatial frequency
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Record ID (eg ATOM, HETATM)

Atom serial number

Blank

Atom name (eg " CA " , " ND1")
Alternative location code (if any)
Standard 3-letter amino acid code for residue
Blank

Chain identifier code

Residue sequence number

Insertion code (if any)

Blank

Atom's x-coordinate

Atom's y-coordinate

Atom's z-coordinate

Occupancy value for atom

B-value (thermal factor)

Blank

Footnote number

Field | C
No |
1. | 1
2. | 7
- 12
3. 13
4. | 17
5. | 18
- 21
6. | 22
7. | 23
8. | 27
- 28
9. | 31
10. | 39
11. | 47
12. | 55
13. | 6l
- 67
14. | 68
1

32.286 1.882 43.206 1.00 22.00
32.365 1.086 41.969 1.00 21.39
31.538 1.735 40.864 1.00 20.79
30.621 2.527 41.152 1.00 21.58 9

ABRAF

OSAKA UNIVERSITY



v
&
&
-3

@
&,

ATA 341%‘

et

/

« PDBIA—<VYFTOIIIXFDIEEHIDI2EFEETEY
<Y ET
o LIBOHIBT—2ILPDBx/mmCIFCO AR FET

Number of New Chemical Component Entries Created Each Year
4000

3000

2000

1000

0
2000 2005 2010 2015 2020

KIRAF
OSAKA UNIVERSITY



o 4 FMPDB ID%3a 0 V53
[Z8XFMPDB IDTT—2AMER SN TULVET
wwpdb.org/pdb?id=pdb_00006lu7

D,

PDB IDIX8#T(Z7% 5

WORLDWIDE

P!OTEIN DATA BANK

PDB Entry - 6LU7

Summary information:

malET

(Status - Released)

Title: The crystal structure of COVID-19 main protease in complex with an inhibitor N3

DOI: 10.2210/pdb6lu7/pdb

Primary publication DOI: 10.1038/s41586-020-2223-y
Entry authors: Liu, X., Zhang, B., Jin, Z., Yang, H., Rao, Z.
Initial deposition on: 26 January 2020

Initial release on: 5 February 2020

Latest revision on: 10 March 2021

Downloads:

Structure coordinates (PDBx/mmCIF)
Structure coordinates (PDBML)
Structure coordinates (PDB)

X-ray diffraction data (PDBx/mmCIF)
Validation report (PDF)

Validation report (XML)

Links to more resources for 6LU7 at:

PDBj :PDBE $SPDBe

PROTEIN DATA BANK Protein Data Bank in Europe
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NEW

https://xrda.pdbj.org

https://empiar.pdbj.org
https://deposit-bmrb.pdbj.org

XRD-AICo .. e B

Welcome to XRD-Arc
The X-Ray Diffraction Archive (XRD-Arc for short) top page.
We welcome depositions of raw X-ray diffraction images corresponding to PDB entries.

1f you have any questions, please contact us.
Please note that this archive is still under development and thus we appreciate any feedback you might have.
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Deposition  REST APL | FAQ | About EMPIAR

EMPIAR, the Electron Microscopy Public Image Archave, 15 5 gublb resource for rsw, 20 electron mcroscopy images. Quick links

Here, you can browse, upload, snd dawnlosd snd reprocess the thousands of raw, 20 images used to build a 3D

structure. More. EMPIAR POBe
enDB

FoBe

Structure resolution: 1.40 A
Onishi, Y., Kurisu, G., Tanaka, H.
DOI: 10.1093/jb/mvas045 %
Deposition date: 2020-05-13
Release date: 2020-05-20

6KVO0: Ferredoxin I from C. reinhardtii, high X-ray dose

Structure resolution: 1.40 A
Onishl, Y., Kurisu, G., Tanaka, H.
DOI: 10.1093/ib/mvaadd5 @

Deposition date: 2020-05-03
Release date: 2020-05-20

6L4P: Crystal structure of the complex between the axonemal outer-
‘arm dynein light chain-1 and microtubule binding domain of gamma
heavy chain

Structure resolution: 1.70 A

Toda, A, Nishikawa, Y., Tanaka, H., Yagl, T., Kurlsy, G.

00008 15 in EMPILAR to share t with the structursl blology cos
F Browse and downlosd EMPIAR detasets usiog the tabl below
= Show (58] entres Soarch
Retatea
Dataset e & Authors 4§ EMDB/POB  Sized  Resolution$
6KUM: Ferredoxin I from C. reinhardtii, low X-ray dose 5

EMPIAR: | Cryo efectron . e B0, 100 44
10206 & syfp ™

Cryo-EM structure of alpha-

' B @ emar- pectonMin X |+ v —

—— X L @

Tiwart 57, Tama F, Myashita O

Tan Y2, Aryer S, Miatzsch M, Holl
1A, McKenna R, Grieger J, Samalski
R), Baker TS, Agbandje-McKenna

M, Lyumias 0. (2018)

All three experimental data
types are archived in Asia!

BMRBdep Home

Welcome to EMRBdep!

Start a new deposition

Click to select a deposition type * -
Please enter your e-mail. *

Pleasa enter a brief nickname for this deposition. *

Plaase enter your ORCID if you have ona

Click hers 1o start a new deposition.

Resume deposition

To resume your deposition, simply click the link in the e-mail you were sent when you created the deposition with
the subject 'Please validate your e-mail address for BMRBdep deposition..."

If you have lost that e-mail, please  contact us.
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